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the Sri Lankan Population
T.N. Samaranayake ∗, S.D. Fernando, R.W. Jayasekara,
V.H.W. Dissanayake
Faculty of Medicine,University of Colombo, Colombo, Sri
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Introduction: Tumour necrosis factor (TNF) ˛ and
ˇ are critical mediators of many inﬂammatory and
immune-stimulatory responses. Inherited variability in TNF
production due to genetic variants have been implicated
in the susceptibility to many infectious and non infec-
tious conditions, including visceral leishmaniasis caused by
Leishmania donovani - the causative parasite of cutaneous
leishmaniasis in Sri Lanka. The objective of this study was to
determine the prevalence of alleles of TNF -308G>A and
TNF + 252A >G polymorphisms in the Sri Lankan population.
Methods: 90 (50% Male) Sinhalese (30), Sri Lankan Tamil
(30) and Moor (30) random volunteers were genotyped at the
two polymorphic sites using published PCR/RFLP methods
Results: The genotype and allele frequencies are given in
the table. The genotype frequencies at the TNF + 252A >G
polymorphic site differed signiﬁcantly between Sinhalese
and Tamils (P = 0.04) and between Sinhalese and Moors
(P = 0.02).
Conclusions: This data shows that these two polymor-
phisms are indeed polymorphic in the Sri Lankan population
rendering them potentially susceptible to cutaneous leish-
maniasis. The ethnic differences in the TNF + 252A >G are
interesting in view of the observation in epidemiological
studies that cutaneous leishmaniasis is almost exclusively
found in Sinhalese. Conﬂicts of interest: The authors have
no conﬂicts of interest concerning the work reported in this
paper.
doi:10.1016/j.ijid.2008.05.1019
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Background: Cutaneous leishmaniasis (CL) is recognized
to be an endemic disease in ri Lanka. The majority of
patients with CL have been observed to belong to the Sin-
halese ethnic group. Inherited variability in Tumour Necrosis
Factor (TNF) production has been implicated in the sus-
ceptibility to visceral leishmaniasis caused by Leishmania
donovani - the causative parasite of CL in Sri Lanka. Our
previous work has shown a signiﬁcant difference in allele fre-
quencies for polymorphisms of TNF  among different ethnic
groups in Sri Lanka. We carried out a case control study
to determine the association of alleles of TNF -308G→A
and TNF + 252A >G polymorphisms with CL in the Sri Lankan
population. The preliminary ﬁndings are presented.
Methods: 200 consecutive patients presenting to a
tertiary referral centre for conﬁrmation of diagnosis of leish-
maniasis and 200 matched controls from the same endemic
regions were recruited. 50 patients and 50 controls have
so far been genotyped at the two polymorphic sites using
published PCR/RFLP methods
Results: The genotype and allele frequencies are given
in the table. Although TNF + 252A > allele, the allele associ-
ated with susceptibility to leishmaniasis as found to be more
in cases than controls, the difference in allele frequency
distribution was not signiﬁcant (P > 0.05).
Conclusions: The preliminary analysis of 50 cases and
controls is underpowered to support or refute the hypoth-
esized association. Genotyping the rest of the sample
collection is on going in our laboratory.
Conﬂicts of interest: The authors have no conﬂicts of
interest concerning the work reported in this paper.
doi:10.1016/j.ijid.2008.05.1020
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Geographic Factors Associated to Trypanosoma cruzi
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F. Espinoza-Gomez ∗, O.A. Newton-Sanchez, V. Melnikov, A.
Maldonado, F. Rojas-Larios
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Some regions in Latin America still have continuous
transmission of Trypanosoma cruzi (TC) and could serve as
reservoirs for reinfection of Chagas disease. This could be
the case of Mexico, where TC infection have been recently
documented. With the purpose to estimate the incidence of
infections with TC and to explore its association with geo-
graphic and demographic factors, a double cohort study was
done in Colima, at the western coast of Mexico. The ﬁrst
cohort comprises a group of 195 persons previously negative
for T. cruzi infection in a survey done 5 years before. The
second cohort is a group of 468 infants from 1 to 5 years old.
The pressence of TC infection was determined by means of
Indirect Hemagluttination test at titres ≥1: 16. The analysed
factors were: Age; Sex; Domestic animals; Type of hous-
ing; Geographic situation (GPS); Type of location (rural or
urban); Knowledge about bugs and Contact with them. In
total 18 individuals resulted positive for IHA in both groups
for the 5 year period (estimated minimal annual incidence
of TC infection: 440/100,000 habitants). A Fisher exact test
showed signiﬁcant association with the age groups: ≥12
years (2 = 10.6, p = 0.001) and ≤ 2 years (2 = 2.9, p < 0.05).
As well as Contact with triatomine bugs (2 = 4.25, p = 0.04).
Meanwhile the other factors did not showed signiﬁcant asso-
ciation. The drawing of positive cases upon a Google Earth
map showed a clustering in an area of approximately 50 Km2,
closely related to Sugar Can ﬁelds. These data indicates that
TC infection is an active and probably increasing problem in
this area of Mexico. The clustering of cases around sugar can
ﬁelds suggests that the continuous burning of crops could
have implications in the movement of TC vectors and hosts
toward human settlements.
doi:10.1016/j.ijid.2008.05.1021
